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Figure 1A 



1 CCCACGCGTCCGATTAAAGTGAGGAGAGAGCTACAACCAAGTAAGCAAGTGTCAGGGCTC 60 



61 ACCAACCATGCAAGGACAGGGCAGGAGAAGAGGAACCTGCAAAGACATATTTTGTTCCAA 120 

1 MQGQGRRRGTCKDIFCSK 18 

121 AATGGCATCTTACCTTTATGGAGTACTCTTTGCTGTTGGCCTCTGTGCTCCAATCTACTG 180 

19 MASYLY GVLFAV GLCAPIYC 38 

181 TGTGTCCCCGGCCAATGCCCCCAGTGCATACCCCCGCCCTTCCTCCAC AAAGAGCACCCC 240 

39 VSPANAPSAYPRPSSTKSTP 58 



2 41 TGCCTCACAGGTGTATTCCCTCAACACCGACTTTGCCTTCCGCCTATACCGCAGGCTGGT 3 0 0 
59 ASQVYSLNTDFAFRLYRRLV 78 

3 01 TTTGGAGACCCCGAGTCAGAACATCTTCTTCTCCCCTGTGAGTGTCTCCACTTCCCTGGC 360 
79 LETPSQNIFFSPVSVSTSLA 98 

3 61 CATGCTCTCCCTTGGGGCCCACTCAGTCACCAAGACCCAGATTCTCCAGGGCCTGGGCTT 42 0 

99 MLSLGAHSVTKTQILQGLGF 118 

421 CAACCTCACACAC ACACC AGAGTC TGCCATCCACC AGGGCTTCC AGC ACC TGGTTCACTC 480 

119 NLTHTPESAIHQGFQHLVHS 138 

481 ACTGACTGTTCCCAGCAAAGACCTGACCTTGAAGATGGGAAGTGCCCTCTTCGTCAAGAA 540 

139 LTVPSKDLTLKMGSALFVKK 158 



541 GGAGCTGCAGCTGCAGGCAAATTTCTTGGGCAATGTCAAGAGGCTGTATGAAGCAGAAGT 6 00 
159 ELQLQANFLGNVKRLYEAEV 178 



601 CTTTTCTACAGATTTCTCCAACCCCTCCATTGCCCAGGCGAGGATCAACAGCCATGTGAA 660 
179 FSTDFSNPSIAQARINSHVK 198 



661 AAAGAAGACCCAAGGGAAGGTTGTAGACATAATCCAAGGCCTTGACCTTCTGACGGCCAT 720 
199 KKTQGKVVDI IQGLDLLTAM 218 



721 GGTTCTGGTGAATCACATTTTCTTTAAAGCCAAGTGGGAGAAGCCCTTTCACCTTGAATA 780 

219 VLVNHIFFKAKWEKPFHLEY 238 

7 81 TACAAGAAAGAACTTCCCATTCCTGGTGGGCGAGCAGGTCACTGTGCAAGTCCCCATGAT 840 

239 TRKNFPFLVGEQVTVQVPMM 258 

841 GCACCAGAAAGAGCAGTTCGCTTTTGGGGTGGATACAGAGCTGAACTGCTTTGTGCTGC A 900 

259 HQKEQFAFGVDTELNCFVLQ 278 
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Figure IB 

901 GATGGATTACAAGGGAGATGCCGTGGCCTTCTTTGTCCTCCCTAGCAAGGGCAAGATGAG 9 60 

279 MDYKGDAVAFFVLPSKGKMR 298 

9 61 GCAACTGGAACAGGCCTTGTCAGCCAGAACACTGATAAAGTGGAGCCACTCACTCCAGAA 102 0 

299 QLEQALSARTLIKWSHSLQK 318 



1021 AAGGTGGATAGAGGTGTTCATCCCCAGATTTTCCATTTCTGCCTCCTACAATCTGGAAAC 1080 

319 RWIEVFIPRFSISASYNLET 338 

1081 C ATCC TC C CGAAGATGGGCATCC AAAATGC C TTTGAC AAAAATGCTGATTTTTC TGGAAT 1140 

339 ILPKMGIQNAFDKNADFSGI 358 

1141 TGCAAAGAGAGACTCCCTGCAGGTTTCTAAAGCAACCCACAAGGCTGTGCTGGATGTCAG 12 0 0 

359 AKRDSLQVSKATHKAVLDVS 378 



12 01 TGAAGAGGGCACTGAGGCCACAGCAGCTACCACCACCAAGTTCATAGTCCGATCGAAGGA 12 6 0 
379 E E G T E A T A A TTTKF IVRSKD 398 



12 61 TGGTCCCTCTTACTTCACTGTCTCCTTCAATAGGACCTTCCTGATGATGATTACAAATAA 132 0 
399 G P S Y F T V .<£ . FV.K. ;K !^ ' . '.F V v. ' 1 T N K 418 



1321 AGCCACAGACGGTATTCTCTTTCTAGGGAAAGTGGAAAATCCCACTAAATCCTAGGTGGG 13 80 

419 ATDGILFLGKVENPTKS* 436 

1381 AAATGGCCTGTTAACTGATGGCACATTGCTAATGCACAAGAAATAACAAACCACATCCCT 1440 

1441 CTTTCTGTTCTGAGGGTGCATTTGACCCC AGTGGAGCTGGATTCGCTGGCAGGGATGCCA 15 0 0 

1501 CTTCCAAGGCTCAATCACCAAACCATCAACAGGGACCCCAGTCACAAGCCAACACCCATT 1560 



1561 AACCCCAGTCAGTGCCCTTTTCCACAAATTCTCCCAGGTAACTAGCTTCATGGGATGTTG 162 0 
1621 CTGGGTTACCATATTTCCATTCCTTGGGGCTCCCAGGAATGGAAATACGCCAACCCAGGT 168 0 



16 81 TAGGCACCTCTATTGCAGAATTACAATAACACATTCAATAAAACTAAAATATGAAAAAAA 174 0 



1741 AAAAAAAAAAAAAAAAAAAAAAAAAA 1766 
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Figure 2 
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Figure 3 

LSI-01 MQGQGRRRGT CKDIFCSKMA SYLYGVLFAV GLCAPIYCVS PAHA'PSAYPR 

pdblqlp MDPQ GDAMQKTDTS 

LSI -01 PSSTKSTPAS QVYSLNTDFA FRLYRRLVLE TPSQITIFFSP VSVSTSLAML 

pdblqlp HHDQDHPTFN KITPNLAEFA FSMTRQItAHQ SNSTHIFFSP VSIATAFAML 

LSI-01 SLGAHSVTKT QILQGLGFHL THTPESAIHQ GfFQHLVHSLT VP SKDLTLKM 

pdblqlp SLGTKADTHD EILEGLNFHL TEIPEAQXHE GFQELLRTLN QPDSQLQLTT 

LSI-01 . GSALFVKKEIi QLQANFJjGNV KRLYEAEVFS TDFSNPSIAQ ARXUSHVKKK 

pdblqlp GNGLFLSEGXt KZiVDKFXiEDV KKLYHSEAFT VHFGDTEEAK KQINDYVEKG 

LSI-01 ^GKVVOIIQ GLDLL3?AMVL VNHIFFKAKW EKPFHLEYTR KNFPFLVGEQ 

pdblqlp TQGKIVDLVK ELDRDTVFAIi VNYIFFKGKW ERPFEVKDT. EEEDFHVDQV 

LSI-01 VTVQVjPHMHQ KEQFAFGVDT ELNCFVLQMD YKGDAVAFFV XtPSKGKMRQXi 

pdblqlp TTVKVFMMKR LGMFNIQHCK KLSSWVLLMK YLGNATAIFF LPDEOKLQHL 

LSI-01 EQAItSARTLI jjwSHSLQKKW IEVFIPRFSI SASYNLETIL PKMGIQNAFD 

pdblqlp ENELTHDIIT jfFLENEDRRS AS LH LPKLSI TGTYDLKSVL GQLGITKVFS 

LSI-01 KNADFSGIAK RDSfjQVSKAT HKAVLDVSEE GTEATAATTT KFIVRSKDGP 

pdblqlp NGADLSGVTE EApjjKLSKAV HKAVLTIDEK GTEAAGAMFL EA2PMSI..P 

LSI-01 S.YFTVSFNR TFLMMITNKA TDGILFLGKV EfJPTKS 

pdblqlp PE. . .VKFKK PFVFLMIEQN TKSPLFMGKV VHPTQK 
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Figure 4. 
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Figure 5 . 
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Figure 6. 



Protein 


Genbank ID 


Identities 


Similarities 


human oc r antichymotrypsin 


gill 12874 


46% 


52% 


human Kallistatin 


gi 15453888 


48% 


56% 


human thyroxin-binding 
globulin 


gi!37142 


51% 


57% 


human -anti thryp sin 


gil61 37432 


43% 


50% 
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Figure 7 



